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Therapeutic proteins development becomes more challenging due to the complexity of the diverse molecule 
formats. In-depth characterization of high producer cell lines and bioprocesses is essential to ensure robust and 
consistent production of recombinant therapeutic proteins in high quantity and quality for clinical applications. 
Controlling the environmental stress present during the cultivation of cells is a key for the successful production 
of an intended bio-therapeutic protein. 
 
The captured data is applied in a metabolic network model for the analysis of intracellular metabolic fluxes of 
Roche’s working horse of therapeutic protein production - the Chinese Hamster Ovary cell. The generated 
metabolic information has the potential to set a new standard for efficient and innovative process development 
bridging from research to market. Innovative approach of analyzing the stored data is key towards process 
development of therapeutic proteins 2.0. 
 
In conclusion, the combination of quantitative metabolite profiling, multivariate data analysis, and mechanistic 
network model simulations can identify metabolic traits characteristic of high-performance clones and empowers 
the scientists to develop efficient processes. 
 
New approach in metabolic/process modeling and results will be presented. 
 
 
 
 
